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ASSOCIATED		Catabolic_process		 	90	Enzyme_binding		 73	Identical_protein_binding		 71	Chromatin_organization		 52	Macromolecular_complex_subunit_organization		 52	Endoplasmic_reticulum_part		 48	Cell_cycle		 42	DNA_metabolic_process		 39	Soluble_fraction		 35	Nucleoplasm		 31	Ligase_activity,_forming_carbon-nitrogen_bonds		 26	Generation_of_precursor_metabolites_and_energy		 24	ncRNA_metabolic_process		 21	Response_to_oxidative_stress		 21	Lysosome		 20	Proteolysis_involved_in_cellular_protein_catabolic_proceTs		 20	Transferase_activity		 18	Endosomal_part		 17		
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